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the infections associated with different devices in particular and
HAI in general.
http://dx.doi.org/10.1016/j.ijid.2012.05.467368 15th ICID Abstracts / International Journa
ype: Poster Presentation
inal Abstract Number: 54.003
ession: Infection Control, Nosocomial Infections & Critical Care
ate: Saturday, June 16, 2012
ime: 12:45-14:15
oom: Poster & Exhibition Area
athogenicity islands occurrence in epidemic MRSA strains
rom Russia and Kazakhstan
. Goncharov1, B. Aslanov1,∗, I. Aziziov2, A. Lavrinenko2, T.
uborova3
North-Western State Medical University, Saint-Petersburg, Russian
ederation
Karaganda State Medical University, Karaganda, Kazakhstan
S.M. KirovMilitaryMedical Academy, Saint-Petersburg, Russian Fed-
ration
Background: MLST analysis of MRSA isolates from Southern
urope, the United States, and South America showed that nearly
0% of them belong to ﬁve major pandemic clones, namely the
berian (MLST sequence type [ST] 247; SCCmec IA), Brazilian (ST
39; SCCmec IIIA), Hungarian (ST 239; SCCmec III), NewYork/Japan
ST 5; SCCmec II), and Pediatric (ST 5; SCCmec IV) clones [Aires
e Sousa, M., de Lencastre H., 2004]. It is hypothesized that these
lones are particularly transmissible and/or well adapted to the
ospital environment [Blanc, D. S., et.al. 1999]. In this context, it
s important to study the pathogenicity factors of Staphylococcus
ureus, including their prevalence in epidemic populations from
ifferent geographical regions.
Most staphylococcal virulence factors are encoded by accessory
enetic elements that aremobile. These elements includeplasmids,
ransposons, prophages, and the pathogenicity islands. The staphy-
ococcal pathogenicity islands (SaPIs) encodes one or more of the
taphylococcal superantigens.
Methods: In this study we used a restriction-modiﬁcation (RM)
est [Cockﬁeld JD et al.,2007], MLVA [Sabat A, 2003] and PCR-based
etection of SAPI-associated genes to investigate the clonal struc-
ure of 56hospitalMRSA strains isolated in six Russianhospitals (St.
etersburg,Moscow, Perm and Kemerovo) and Karaganda city hos-
ital (Kazakhstan) during 2007-2010. The collection also included
ultures of the PFGE-type BT2007 that have been endemic since
007 in two hospitals of St. Petersburg, Russia (burn and trauma
nits) [Goncharov A, 2010].
Results: The most of Russian and Kazakh strains (51 from 56)
ncluding epidemic BT2007 isolates were attributed as clonal com-
lex CC8/239. Four isolates (St. Petersburg) belong to CC1, one
St. Petersburg) to CC45. CC 8 isolates were predominant among
pidemic MLVA clonal lines. All pathogenicity islands (vSaalfa,
API1-4) were represented in the cultures of this clonal complex,
hile a combination of identiﬁed SAPIswas different for the strains
solated in various hospitals.
Conclusion: Each local/regional MRSA population has its own
nique combination of SAPIs. Accordingly, the epidemic strains
urveillance strategy should include not only methods of the clonal
elationship evaluation (spa-typing, MLST), but also the identiﬁca-
ion of additional mobile genetic elements, especially SAPI.
ttp://dx.doi.org/10.1016/j.ijid.2012.05.466fectious Diseases 16S (2012) e317–e473
Type: Poster Presentation
Final Abstract Number: 54.004
Session: Infection Control, Nosocomial Infections & Critical Care
Date: Saturday, June 16, 2012
Time: 12:45-14:15
Room: Poster & Exhibition Area
Medical devices as potential source of hospital acquired infec-
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Background: Hospital associated infections (HAIs) are becom-
ing a leading cause of morbidity and mortality in different medical
settings. Variousmedical devices used for themanagement of criti-
cally ill patientsmay act as a potential source ofHAI and also help in
rapid emergence of antimicrobial refractory organisms. Therefore
thepresent studywasdesigned to investigate themicrobial isolates
and there antimicrobial resistance pattern from different medi-
cal devices in order to control infection associated with different
medical devices.
Methods: This retrospective analysis included altogether 743
samples which were received at the Department of Microbiology
from various clinical departments during July 2007 to July 2010 for
culture and sensitivity following CLSI guidelines.
Results: Out of 743 samples, 65% yielded the growth of bac-
teria. Altogether 748 isolates comprising of either monomicrobial
or polymicrobial growth was obtained. The higher percentage of
bacterial isolation was observed in endo tracheal tube tips fol-
lowed by catheter tips and drain tubes. Further analysis revealed
that the most commonly isolated organisms were Acinetobacter
spp (30%) followed by Pseudomonas spp (22%), members of enter-
obacteriaceae (21%), coagulase negative staphylococci (15%), gram
positive cocci (11%) and others (0.7%). An overall analysis of antibi-
ogram showed very interesting features for instances emergence
of vancomycin intermediate Staphylococcus (5.3%) and vancomycin
resistant Enterococcus spp (14.3%), emergence of bacterial resis-
tance with imipenem (7.9%), meropenem (13.1%), carbenicillin
(89.7%) and high rate of resistance with other aminoglycosides (59
to 76%) depending upon the type of antibiotic tested in laboratory.
Conclusion: Our result revealed that there is high proportion of
bacterial contamination of medical devices in our hospital settings
and the spectrumof the isolated organism is very diverse. In viewof
their role in HAIs, there is a need for regular surveillance and strict
adherence to the infection control practices in order to minimize
